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DD4b5 . 3 Coding Sequence 

Length 2563 bp 

GGCGCGGGCAGGTCGGAGCTCGGAGCTGCTGCTTCTGGTTCTCTTGTGGCCACCGTCGCT 
I + + + ^ + + 6Q 

RGQVGARSCCFWFS CGHRRC- 



GTCCGGCTGCCTTGGGCTGCCGAACAGACAAGGCGTGGGCCACAGCACCTCAGAAGCCGA 

^ T + + ^ ^ v 

PAALGCRTDKAWATA PQKPT- 

CGCAGC7CGACGCAGGGGCCGGCAGGAGGGTGGGCGATCGCGTGTCGGAGGGCGCCGCGC 
+ + + + + + I( 

QLDAGAGRRVGDRVSEGAAR- 



GGGCAGGCGGGCGGGCGCCAGAGGGGGAAAGAGGCGGGGGCGGCGGGTCAGCCGCTGGCC 
161 ~r + + ^ + ^ 

AGGRAPEGERGGGGGSAAGR- 

GGGCCGGCGGGGGAATGTCGATGCCTGACGCGATGCCGCTGCCCGGGGTCGGGGAGGAGC 
241 + + + + + 300 

AG GGMSMPDAMPLPGVGEEL- 

TGAAGCAGGCCAAGGAGATCGAGGACGCCGAGAAGTACTCCTTCATGGCCACCGTCACCA 
301 + -r + ^ + 360 

KQAKEIEDAEKYS FMATVTK- 

AGGCGCCCAAGAAGCAAATCCAGTTTGCTGA7GACATGCAGGAGTTCACCAAATTCCCCA 
361 + + + + ^ + 42Q 

APKKQIQFADDMQE FTKFPT- 

CCAAAACTGGCCGAAGATCTTTGTCTCGCTCGATCTCACAGTCCTCCACTGACAGCTACA 
421 + + + -r + + 430 

KTGRRSLSRS I SQS STDSYS- 

GTTCAGCTGCATCCTACACAGATAGCTCTGATGATGAGGTTTCTCCCCGAGAGAAGCAGC 
481 + + + + + + 54Q 

SAASYTDSS DDEVS P REKQQ- 

AAACCAACTCCAAGGGCAGCAGCAATTTCTGTGTGAAGAACATCAAGCAGGCAGAATTTG 
541 + + + + + + 6Q0 

TNSKGSSNFCVKNI KQAEFG- 

GACGCCGGGAGATTGAGATTGCAGAGCAAGACATGTCTGCTCTGATTTCACTCAGGAAAC 
601 + + + + + + 660 

RREIEIAEQDHSALISLRKR- 



GTGCTCAGGGGGAGAAGCCCTTGGCTGGTGCTAAAATAGTGGGCTGTACACACATCACAG 



661 +■ 



■+ 720 



AQGEKPLAGAKIVGCTHITA- 

CCCAGACAGCGGTGTTGATTGAGACACTCTGTGCCCTGGGGGCTCAGTGCCGCTGGTCTG 
721 + + + + + + 780 

QTAVLIETLCALGAQCRWSA- 

CTTGTAACATCTACTCAAC7CAGAATGAAGTAGCTGCAGCACTGGCTGAGGCTGGAGTTG 
781 + + + + + + g 40 

CN I YSTQNEVAAALAEAGVA- 

CAGTGTTCGCTTGGAAGGGCGAGTCAGAAGATGACTTCTGGTGGTGTATTGACCGCTGTG 
8 41 + + + + + + 

VFAWKGESEDDFWWCI DRCV- 

TGAACATGGATGGGTGGCAGGCCAACATGATCCTGGATGATGGGGGAGACTTAACCCACT 
901 + + + + + + 96Q 

NM DGWQANM I LDDGG DLTHW- 
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GGGTTTATAAGAAGTATCCAAACGTGTTTAAGAAGATCCGAGGCATTGTGGAAGAGAGCG 

961 + + + + + + 1020 

VYKKYPNVFKKIRGIVEESV- 



TGACTGGTGTTCACAGGCTGTATCAGCTCTCCAAAGCTGGGAAGCTCTGTGTTCCGGCCA 

T 4- + + + + 10J 

TGVHRLYQLSKAGKLCVPAM- 

TGAACGTCA^TGATTCTGTTACCAAACAGAAGTTTGATAACTTGTACTGCTGCCGAGAAT 

^ + + ^ + + 11 

NVNDSVTKQKFDNLVCCRES- 



CCATTTTGGATGGCCTGAAGAGGACCACAGATGTGATGTTTGGTGGGAAACAAGTGGTGG 

114 1 + * + + 1200 

I LDGLKRTTDVMFGGKQVVV- 



1201 



1261 



TGTGTGGCTATGGTGAGGTAGGCAAGGGCTGCTGTGCTGCTCTCAAAGCTCTTGGAGCAA 

+ + + + + + 1260 

CG YG EVGKGCCAALKALGA I - 

TTGTCTACATTACCGAAATCGACCCCATCTGTGCTCTGCAGGCCTGCATGGATGGGTTCA 

+ ^ T + + 1320 

VY I TEID? I CALQACMDGFR- 



GGGTGGTAAAGCTAAATGAAGTCATCCGGCAAGTCGATGTCGTAATAACTTGCACAGGAA 

1221 * + * + + + 1380 

VVKLNEVI RQVDVV I TCTGN- 

ATAAGAATGTAGTGACACGGGAGCACTTGGATCGCATGAAAAACAGTTGTATCGTATGCA 

1381 + + + + + i44 ° 

KNVVTREH LDRMKNSCIVCN- 



1441 



ATATGGGCCACTCCAACACAGAAATCGATGTGACCAGCCTCCGCACTCCGGAGCTGACGT 

+ + + + + + 1500 

MGHSNTEI DVTSLRTPELTW- 



GGGAGCGAGTACGTTCTCAGGTGGACCATGTCATCTGGCCAGATGGCAAACGAGTTGTCC 

1501 + + ^ + 1560 

ERVRSQVDHVIWPDGKRVVL- 

TCCTGGCAGAGGGTCGTCTACTCAATTTGAGCTGCTCCACAGTTCCCACCTTTGTTCTGT 

1561 + + + + + + 1620 

LAEGRLLNLSCSTVPTFVLS- 

CCATCACAGCCACAACACAGGCTTTGGCACTGATAGAACTCTATAATGCACCCGAGGGGC 

162 i * + + + + + 1680 

I TATTQALALIELYNAPEGR- 

GATACAAGCAGGATGTGTACTTGCTTCCTAAGAAAATGGATGAATACGTTGCCAGCTTGC 

1681 + + + + + 1740 

YKQDVYLLPKKMDEYVASLH- 

ATCTGCCATCATTTGATGCCCACCTTACAGAGCTGACAGATGACCAAGCAAAATATCTGG 

X741 + + + + + + 1800 

LPSFDAHLTELTDDQAKYLG- 

GACTCAACAAAAATGGGCCATTCAAACCTAATTA7TACAGATACTAATGGACCATACTAC 

180 1 + + + + + + I860 

LNKNGPFKPNYYRY* 

CAAGGACCAGTCCACCTGAACCACACACTCTAAAGAAATATTTTTTAAGATAACTTTTAT 
1361 ^ + *+■ + + + 1920 

TTTCTTCTTACTCCTTTCCTCTTGATTTTTTTCCTATAATTTCATTCTTGTTTTTTCATC 
1921 + + + + + + I 980 

TCATTATCCAAGTTCTGCAGACCACACAGGAACTTGCTTCATGGCTCTTTAGATGAAATA 
1931 + + -r + + 2040 
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GAAGTTCAGGGTCCCTCACTCTAGTCACTAAAGAAGGATTTTACTCCCCCAGCCCAGAAA 
2041 + + + + + 2100 

GGTGATTCTTCTCTTTACCATTTCTGGGGACTTTAGTCTTAATTAGGTACCTTATTAACA 
2101 + + + +. + 2160 

GGAAATGCTAAGGTACCTTCTCTGTGGAACAATCTGCAATGTCTAAATCGCCTTAAAAGA 
2161 + + + + + + 2220 

GCCCATTTCTTAGCTGCTGAAATCAGTGCTCTTTCACTTCTTCAGAGAAGCAGGGATGGT 
2221 + + + + + + 2280 

ACCTACCCGGCAGGTAGGTTAGATGTGGGTGGTGCATGTTAATTTCCCTTAGAAGTTCCA 
2281 + +- + + + + 2340 

AGCCCTGTTTCCTGCGTAAAGGTGGTATGTCCAGTTCAGAGATGTGTATAATGAGCATGG 
2341 + + + + + 2400 

CTTGTTAAGATCAGGAGGCCCACTTGGATTTATAGTATAGCCCTTCCTCCACTCCCACCA 
2401 + + -r 1- ^ + 2460 



GACTTGCTCATTTTTCGAGTTTTTAACTAGACTACACTCTATTTGAGTTTAATTTTGTCC 
24 61 + + + + + + 2520 

TCTAGGATTTATTTCTGTTGTCCAAAAAAAAAAAAAAAAAAAA 
2521 + + + -r 2563 
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DD4b5.3 sequence schematic 



573 



No significant similarity to database sequences. 

Of the 50 amino acids in the hydrophillic domain, 
38 residues are hydrophilic by the Kyle and Doolittle 
hydropathy index, including 16 serine residues. 



Has 52% amino acid similarity to human AHCY 
sequences and shares many consen/ed features, 
including seven of eight cysteine residues, a co-factor 
binding motif and a lysine shown by in-vitro mutagenesi 
studies to be critical for AHCY function 
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RAP-PCR Method 



Step 1 



Step 2 



Step 3 



Step 4 



Step 5 
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Step 6 Differential display product excised, 

reamplified, and cloned. 
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